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A 1 MDa protein complex 
containing critical components  
of the Escherichia coli divisome
Erik N. Trip & Dirk-Jan Scheffers
Cell division in bacteria is an essential process that is carried out at mid-cell by a group of cell division 
proteins referred to as the divisome. In Escherichia coli, over two dozen cell division proteins have been 
identified of which ten are essential. These division proteins localize sequentially and interdependently 
to the division site, after which constriction eventually produces two daughter cells. Various genetic and 
biochemical techniques have identified many interactions amongst cell division proteins, however the 
existence of the divisome as a large multi-protein complex has never been shown. Here, we identify a 
1 MDa protein complex by native page that contains seven essential cell division proteins (FtsZ, ZipA, 
FtsK, FtsQ, FtsB, FtsL, and FtsN). The 1 MDa complex is present in rapidly dividing cells, but absent 
when cultures enter the stationary growth phase. Slight overexpression of the ftsQ D237N mutation 
that blocks cell division prevents formation of this 1 MDa complex. In cells depleted of FtsN, the 1 MDa 
complex is not assembled. Combined, our findings indicate that a large protein complex containing 
many different cell division proteins indeed exists. We note that this complex is very fragile and 
sensitive to the expression of tagged versions of FtsQ.
Bacteria procreate by cell division. This carefully orchestrated process involves elongation of the cell, constriction 
of the cell envelope, septum formation and finally fission. Cell division is carried out at mid-cell position by a group 
of cell division proteins referred to as the divisome, a name first coined by Nanninga1–4. Cell division is essential 
for bacterial life, therefore the genes and proteins involved in this process are conserved among most bacterial 
families5. Some of the bacterial division proteins, like the tubulin homologue FtsZ, are also present in Archeae, 
mitochondria and plastids6–9.
Over two dozen cell division proteins have been identified in the Gram-negative model bacterium Escherichia 
coli; ten of these (FtsZ, -A, -K, -B, -L, -N, -Q, -I, -W and ZipA) are essential and are considered as the core players 
of division10 (Fig. 1). In E. coli, cell division proteins localize sequentially and interdependently to the division site 
in the following order: FtsZ> [ZapA, FtsA, ZipA]> [FtsE, FtsX]> FtsK> [FtsQ, FtsB, FtsL]> FtsW> FtsI> FtsN> 
AmiC> EnvC (proteins arriving simultaneously in brackets, integral membrane proteins -IMPs- underlined)11. 
The localization sequence consists of two main steps12: the first step is the formation of a so-called proto-ring at 
mid-cell position, composed of FtsZ, FtsA and ZipA13. The proto-ring may provide the contractile tension needed 
for constriction4,14–17 and functions as an active operating platform targeted by other cell division proteins18. 
Formation of the proto-ring at mid-cell position is negatively controlled the Min-system, SlmA, and OpgH, that 
together prevent FtsZ-ring formation at cell poles, over the duplicating chromosome, and when the cell’s nutri-
tional status is not (yet) favorable for division19–22. Proto-ring assembly is promoted by ZapA, ZipA and FtsA, 
that stabilize bundles of polymerized FtsZ and tether these bundles to the inner membrane23–26. Assembly of the 
proto-ring is followed by a ‘delay’-period of approximately 20% of the duration of the cell cycle, after which the 
other division proteins localize to the proto-ring (although timing of FtsE/X and FtsK is not exactly determined)12. 
During the delay, the appearance of constriction cannot be observed, indicating that actual division has not yet 
started and the delay allows DNA segregation to be completed27. After segregation of the chromosomes, which is 
most likely signaled through FtsK28–30, other proteins localize to the division site, such as FtsQ,-B, -L, -W, -I, -N, 
AmiC and EnvC upon which constriction commences12. Most of these ‘second step’ proteins are involved in septal 
peptidoglycan-synthesis and –hydrolysis.
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Impairment or even overexpression of one protein in the interdependent sequence described above can cause 
other downstream proteins to fail to localize to the division site. Interestingly, when a downstream division pro-
tein is moved upstream by fusing it to an upstream protein it is able to back-recruit other upstream proteins and 
division can proceed, resulting in viable cells11. These findings provide hints towards the existence of the divisome 
as a protein super-complex or a temporary assembly that is comprised of all cell division proteins. However, until 
now strong evidence for the existence of such a complex remained elusive.
Thus far, interaction networks between divisome proteins have been investigated extensively with the use of 
various genetic and biochemical techniques. An extensive Bacterial Two Hybrid (BACTH) study found that FtsZ 
interacts with FtsA, ZipA, FtsK; FtsW interacts with FtsL, FtsN, FtsI; FtsL interacts with FtsK, FtsQ, FtsW; FtsI 
interacts with FtsA, FtsQ, FtsN, FtsI; and that FtsQ interacts with FtsK, FtsI, FtsN, FtsL31. Another, independent 
BACTH study confirmed that most Fts proteins are able to interact with multiple partners, as found in the first 
study32. Furthermore, FtsA dimerization and FtsA-FtsZ interaction as well as interactions between FtsN and FtsA, 
FtsI and FtsQ and interactions between FtsQ and FtsA, and FtsI were found. The interactions found with FtsN 
and FtsQ as bait were unexpected as they were between early and late recruits to the septum and in vivo, the latter 
interactions require the intermediate proteins FtsB, FtsL, FtsI and FtsW32. Förster Resonance Energy Transfer 
(FRET) resolved direct divisomal protein interactions such as FtsZ-FtsZ and FtsZ-FtsA33. Strikingly, ZapA also 
interacted with FtsN and FtsI, whereas FtsN interacted with itself, ZapA, FtsI and FtsW, again showing a direct 
interaction between an early (ZapA) and late (FtsN, FtsI) division proteins. No interactions were found between 
FtsN and FtsQ, between ZapA and FtsW, and ZapA and FtsQ. The interaction between ZapA and FtsI was not 
identified in BACTH33. In another study, bimolecular fluorescence complementation (BiFC) assays identified 
interactions between six divisome protein pairs; ZipA-FtsZ; ZipA-ZapA; ZapB-FtsZ; ZapB-ZapA; ZapB-ZipA and 
ZapB-ZapB34. Finally, various co-immuno precipitation (co-IP) studies confirmed or revealed interactions between 
divisome components. FtsQ, FtsL and FtsB were shown to form a complex before moving to the mid-cell, with 
mid-cell migration possibly dependent on formation of this divisomal sub-complex35. Interaction and sub-complex 
formation of FtsW and FtsI as well as interactions between FtsN, PBP1A and FtsI were identified by co-IP36,37, and 
GFP/GST-tagged FtsQ and FtsN also interact38. Clearly, many cell division proteins interact. It should be noted 
that all methods employ tagged versions of cell division proteins that are often (over)produced from plasmid 
encoded genes. Oligomeric interactions comprising multiple proteins that prove that the divisome is present as a 
large multi-protein machinery in the cell, have so far not been shown.
To detect whether or not a complete ‘divisome’ assembly is present in the cell, we employed clear native gel 
electrophoresis on mildly solubilized E. coli cells. Here, we describe the identification of a large 1 MDa cell division 
protein complex, that includes at least 7 essential division proteins; FtsZ, ZipA, FtsK, FtsQ, FtsB, FtsL, and FtsN. 
The complex is present in cultures of rapidly dividing cells, but not in stationary phase cultures of non-dividing 
cells. Slight overexpression of the ftsQ D237N mutation that blocks cell division39 prevents formation of this 1 MDa 
complex. In addition, in cells depleted of FtsN, the 1 MDa complex is not assembled. Combined, our findings 
indicate that a large protein complex containing cell division proteins indeed exists. We note that this complex is 
very fragile and sensitive to the expression of tagged cell division proteins. Our findings have implications for the 
reconstitution of the divisome in vitro as well as for the interpretation of data obtained with GFP-fusions to cell 
division proteins.
Results
Native Page reveals a cell division protein complex in exponentially growing cells. To study 
whether cell division proteins form a large multi-protein complex in the cellular envelope of Escherichia coli, total 
cell fractions of mildly solubilized bacteria were analyzed by native page. Native gels were blotted and probed with 
Figure 1. Schematic representation of E. coli divisome. Schematical representation of the core players in cell 
division FtsE/X, FtsZ, FtsA, ZipA, ZapA, FtsK, FtsQ/L/B, FtsW/I, FtsN, AmiC and EnvC situated in the cellular 
envelope (cm: cell wall, cw: cell wall) in a hypothetical divisome formation. Divisome components identified in 
the 1 MDa complex are highlighted in red. The asterisk (*) in FtsQ schematically indicates the location of D237, 
that is required for the interaction with downstream partners FtsL/B.
www.nature.com/scientificreports/
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antibodies against the essential cell division protein FtsQ, as FtsQ sits in the middle of the hierarchy of divisome 
assembly and has been reported to interact with nearly all divisome components12,39. E. coli was sampled during 
mid exponential growth in rich medium, when most of the cells are engaged in cell division40. Native page of mildly 
solubilized cells from the exponential phase followed by Western blotting and probing with antibodies against FtsQ, 
revealed that most FtsQ was present in a strong band at a size of about 1 mega Dalton (MDa, Fig. 2A). Additional 
bands were observed around 600, 400 and 150 kDa (Fig. 2A). As a control, cells were sampled during early sta-
tionary growth, when cell division is stalled and cells lower their metabolism to a level that just allows cell main-
tenance41. The 1 MDa band was absent from stationary phase cell samples (Fig. 2A), although the amount of FtsQ 
in both samples was comparable as revealed by conventional SDS-PAGE/Western blotting (Fig. 2B). Coomassie 
staining of the native gels revealed the presence of comparable protein levels (as expected as equal levels were 
loaded), although bands were slightly less defined in stationary phase samples (Fig. 2A). To see whether the 1 MDa 
band would contain other divisome components, blots of native gels were probed with antibodies against the cell 
division proteins FtsK and FtsN. Again, a band was detected at 1 MDa in mid exponential phase samples, but this 
band was either absent (FtsK) or greatly diminished (FtsN) in stationary phase cells (Fig. 2A). The levels of both 
FtsK and FtsN were similar in cells sampled in both growth phases (Fig. 2B).
The presence of multiple cell division proteins in the 1 MDa band suggests that this band represents a cell 
division protein complex that forms in the cellular envelope during exponential growth. To ensure that the 1 MDa 
band is not formed by an unspecific aggregate of membrane proteins, PVDF-membranes were probed with anti-
bodies against other membrane proteins known to form complexes that can be revealed by native page. Both SecY 
(component of the SecYEG translocon) and Foc (component of the F1-Fo ATP synthase) were present in high 
Mw complexes, but the antibodies against SecY and Foc did not cross-react with the putative divisome complex 
band at 1 MDa. This demonstrates that our mild solubilization method does not result in aspecific aggregation of 
membrane proteins in a 1 MDa band, and is capable of revealing other, known, complexes of membrane proteins. 
Interestingly, an earlier report on SecYEG reported a 200 kDa complex in inner membrane vesicles (IMV’s), whereas 
tRNA-tethered MtlA-Ribosome nascent chain complexes in the presence of IMV’s resulted in 250 and 600 kDa 
bands42 suggesting that the bands we find in exponential phase cells are representative of actively translocating 
SecYEG. The location of the Foc band corresponded to the location of the ATP-synthase complex in IMV’s iden-
tified by Blue Native Page43.
As most divisome components are integral membrane proteins, it would be helpful if the 1 MDa complex could 
be studied in an environment enriched for membrane proteins. Therefore we isolated E. coli IMVs and analyzed 
these using Native Page followed by blotting. We found that the 1 MDa band is absent from IMV’s prepared from 
Figure 2. Cell division proteins are present in a 1 MDa band after native electrophoresis. (A) Native Page of 
total cell fractions of E.coli MC4100 sampled at mid-exponential growth phase (E) and early stationary growth 
phase (S), followed by Western blotting and probing with antibodies for specific cell division proteins α -FtsK, 
α -FtsQ, α -FtsN and control proteins α -Foc and α -SecY. On the far left side, a coomassie stained lane containing 
Native MarkTM unstained protein standard (novex). In the middle, the blots with specific antibodies against cell 
division proteins α -FtsK, α -FtsQ, α -FtsN. Next to the right, the two coomassie stained lanes containing total 
cell fractions sampled at mid-exponential growth phase (E) and early stationary growth phase (S). On the far 
right, the blots with specific antibodies against control proteins α -Foc and α -SecY. The antibodies for specific 
cell division proteins α -FtsK, α -FtsQ, α -FtsN give the strongest signal in the mid-exponential growth phase 
samples at a height corresponding to a molecular weight of approximately 1 MDa, in contrast to the stationary 
samples where no clear signal could be detected. Striking, the signals from the antibodies against the three 
different cell division proteins all come from the same height. The antibodies for the control protein Foc (subunit 
of the ATP synthase machinery) give a signal at the height of roughly 500 kDa. The antibodies for the control 
protein SecY (SecYEG translocon) give two strong signals at the heights of circa 250 and 440 kDa. (B) Protein 
expression control. The presence and/or synthesis of cell division and control proteins was monitored in both 
exponential phase and stationary phase samples by SDS-Page/Western Blotting. All cell division proteins were 
found to be present/synthesized in equal amounts in both exponential and stationary samples.
www.nature.com/scientificreports/
4Scientific RepoRts | 5:18190 | DOI: 10.1038/srep18190
cells irrespective of their growth phase (Fig. S1). Analysis of IMV’s by 2D-CN/SDS-PAGE on large systems as 
described43–45, followed by blotting, revealed that FtsQ, FtsB, FtsL could still be detected in spots that suggest 
FtsQLB subcomplexes, but not at 1 MDa (Fig. S2). The FtsQ/FtsB/FtsL interaction has previously been shown to be 
stable enough to be detected via membrane isolation and immunoprecipitation35. Combined, these results suggest 
that membrane isolation methods disrupt the 1 MDa divisome complex that we observe in whole cell samples, 
with some interactions still conserved in more stable sub-complexes.
Expression of a FtsQ-mutant or depletion of FtsN disrupt cell division protein complex for-
mation. To investigate whether the 1 MDa complex found in Native PAGE is representative of the divisome, 
we tested whether the complex is still formed when divisome formation is blocked via introduction of excess 
FtsQ-D237N. The FtsQ-D237N mutant is blocked in interaction with FtsB/L (see Fig. 1) and expression of this 
mutant prevents the completion of the divisome complex in vivo as revealed by microscopy39. ftsQ (control) and 
ftsQ-D237N were expressed from a plasmid in E. coli in addition to the chromosomal ftsQ. As expected, expression 
of ftsQ-D237N resulted in cell elongation, indicative of a division defect, whereas mild overexpression of ftsQ had 
no effect (Fig. S3). Mild overexpression of ftsQ-D237N, but not of ftsQ, resulted in the almost complete disappear-
ance of both FtsQ and FtsN from the 1 MDa protein band observed by CN-PAGE (Fig. 3A). This result strongly 
suggests that the 1 MDa complex is indeed the divisome, as formation of this complex is blocked by the expression 
of ftsQ-D237N as expected39. Also, this finding suggests that the incomplete divisome is quite unstable, as no bands 
at lower molecular weight could be detected in the sample where the mutant FtsQ D237N was expressed. In our 
experiments, FtsQ and FtsQ-D237N were only slightly (less than twofold higher) overexpressed in cultures induced 
with 0.2% arabinose, and levels of FtsN were close to equal in all samples (Fig. 3B). A slight excess of wild type FtsQ 
did not block divisome assembly (Fig. 3A), in agreement with previous findings that showed that ftsQ expression 
levels of up to fivefold higher than endogenous levels do not cause any severe effects12.
To further investigate whether the 1 MDa complex found in Native PAGE is representative of the divisome we 
depleted cells of the essential cell division protein FtsN via controlled induction/repression of ftsN from a plasmid 
in a ftsN chromosomal knockout strain46. FtsN, a late arrival at the division site12, is involved at stabilizing the 
divisome after FtsQ already joined the maturing complex47,48. Analysis of cells expressing, or depleted of FtsN, by 
Figure 3. An FtsQ mutant and depletion of FtsN disrupts the 1 MDa complex. (A) Western blotting of 
Native Page of total cell fractions of E.coli MC4100 carrying an additional copy of either FtsQ or FtsQ D237N 
without or with induction with 0.2% (w/v) arabinose, followed by Western blotting and probing with antibodies 
for cell division proteins α -FtsQ (left) and α -FtsN (right). (B) Protein expression control. The presence and/
or synthesis of FtsQ and FtsN was monitored in all cell samples from panel (A). The relative quantity of FtsQ 
and FtsN as detected with immunoblotting was analyzed with FIJI (ImageJ for biological sciences). The levels 
of FtsN remain fairly constant under all tested conditions. (C). Native Page of total cell fractions of FtsN-
expressing (left, ind.) and depleted (right, depl.) E. coli JOE 565, followed by Western blotting and probing with 
antibodies against FtsQ. (D). Protein expression control. The presence of FtsN and FtsQ was monitored in all 
cell samples from panel (C).
www.nature.com/scientificreports/
5Scientific RepoRts | 5:18190 | DOI: 10.1038/srep18190
CN-PAGE revealed that the presence of FtsQ in the 1 MDa band was dependent on the presence of FtsN. In cells 
depleted from FtsN, several bands that contain FtsQ can be observed, with a strong band at approximately 200 kDa, 
likely representative of subcomplexes containing FtsQ (Fig. 3C, compare Fig. S2). Western blotting confirmed 
depletion of FtsN, whereas equal levels of FtsQ were observed irrespective of the presence of FtsN (Fig. 3D).
Summarizing, the disruption of the 1 MDa protein complex by the mutant FtsQ D237N that blocks divisome 
assembly, as well as disruption of the complex via depletion of FtsN, indicates that this complex is indeed repre-
sentative of the divisome.
Multiple divisome proteins are present in the 1 MDa complex. The cell division complex of about 
1 MDa, found in the native gel, was further characterized by band excision and analysis by conventional SDS-PAGE 
and Western blotting. This was done because several of the antibodies used (below) did not give sufficiently clear 
signals on blots of native gels. Several coomassie stained bands that could represent the 1 MDa complex were 
excised from a native gel, loaded on a conventional SDS-PAGE gel, and analyzed for the presence of FtsQ. One 
specific band from the coomassie stained clear native gel was found to contain FtsQ and thus this band matched 
the 1 MDa divisome complex (Fig. S4). Having identified the right band containing the divisome, the procedure 
was repeated and the resulting blots were probed with antibodies against specific cell division proteins. As a 
control, a gel fragment was excised at the same height from the lane containing the sample from early stationary 
phase cells. It was found that the band of interest, excised from the native gel, contains at least FtsZ, ZipA, FtsK, 
FtsQ, FtsL, FtsB and FtsN (Fig. 4A). In contrast, these proteins were not identified in the control fragment from 
the late stationary growth-phase (Fig. 4A), although in all cases the division proteins were present in comparable 
amounts in cells from mid-exponential and stationary growth phases, as determined by SDS-PAGE followed by 
Western blotting (Fig. 4B). Taken together, these observations demonstrate that the large complex of about 1 MDa 
contains many essential cell division proteins, spanning the range from early to late arrivals at the division site12.
In addition, protein identification by mass spectrometry was performed on the native gel fragment of interest 
containing the 1 MDa cell division complex. Over 300 proteins were identified in the native gel fragment, including 
FtsZ and ZipA (Supplementary table S1, S2, Supplementary file S1). However, no other cell division proteins were 
identified. FtsZ was identified in the native gel fragment of interest excised from the exponential phase lane as 
well as in the control fragment excised from the stationary phase lane; ZipA was exclusively identified in the gel 
fragment excised from the exponential phase lane. We cannot comment on the specificity of the presence of the 
proteins in these bands though—FtsZ and ZipA are present at high copy numbers in the cell26 and next to these 
proteins many other abundant proteins were present in the gel fragments, most likely the result of the application 
of crude, whole cell fractions to the Native PAGE. Other cell division proteins such as FtsQ have a low copy number 
in the cell (25–50 copies)49. Thus, the detection limit of identification by mass spectrometry is probably too high 
to detect most cell division proteins in the excised 1 MDa band fragments.
Influence of tags to cell division protein FtsQ on complex formation. The addition of tags to cell 
division proteins of interest is routinely used for various purposes, e.g. purification, interaction studies or the 
observation of cellular localization via fluorescence microscopy. Tagging cell division proteins with GFP or other 
tags often results in functional proteins, and so we investigated whether tagged versions of FtsQ can also be found 
in the 1 MDa complex. This would also facilitate detection of components of the divisome against which no anti-
bodies have been raised. GFP-FtsQ (N-terminal fusion of GFPmut2-tag (27 kDa)) is routinely used in fluorescence 
microscopy, and can rescue the temperature sensitive E. coli LMC531 strain50, that contains the chromosomal ftsQ1 
mutation (E125K) that misfolds at temperatures above 30⁰C. FtsQflag3 (C-terminal FLAG epitope-tag, 24 residues) 
interacts with partner proteins FtsB/L and restores viability to an FtsQ-depletion strain in which the synthesis of 
endogenous FtsQ is blocked51. Thus, both the tagged FtsQ variants are expected to make all necessary essential 
interactions with other divisome partners. Both of the constructs were expressed as an extra copy from a plasmid, 
alongside the endogenous chromosomal ftsQ, and cells were sampled during mid-exponential and early stationary 
growth-phase and analyzed by clear native page, as described above. For the strain that expresses FtsQflag3, two 
bands could be observed in the exponential phase sample when blotted and probed with antibodies against FtsQ; 
Figure 4. Cell division proteins present in the 1 MDa band probed by immunoblotting. A fragment (2D 
nat. fr.) was excised from Native Page at the molecular weight of approximately 1 MDa, where the cell division 
complex was found. Gel fragments of exponential growth phase samples (E) and stationary phase samples (S) 
were ran on SDS-Page, subsequently blotted and probed with antibodies for specific cell division proteins as 
indicated. For reference purposes, samples of cells sampled during exponential- and stationary growth phase 
were run on SDS-Page, blotted and probed in parallel to the Native Page gel fragments to investigate if the tested 
cell division proteins were present/expressed (synthesis).
www.nature.com/scientificreports/
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the upper band that corresponds to the original cell division complex at 1 MDa, and a more intense and broader 
band that runs roughly between 800 and 600 kDa (Fig. 5A). A similar pattern was found after Western blotting 
and probing with antibodies against the FLAG-tag (Fig. 5B). This indicates that FtsQflag3 ends up in the same cell 
division complex as the endogenous FtsQ, but also in a different complex.
For the strain that expresses GFP-FtsQ a set of two bands is found in the exponential phase sample when 
GFP-FtsQ was visualized by fluorescence scanning of the native gel; a broad intense band running approximately 
from 800 to 700 kDa and a fainter band at 400 kDa (Fig. 5C). These bands were also found when the gel was blotted 
and probed with antibodies against FtsQ. This indicates that GFP-FtsQ ends up in a set of different complexes of 
a lower molecular mass than the 1 MDa division complex. The strong signals observed in the bands below 1 MDa 
in the FtsQflag3 and GFP-FtsQ expressing cells suggested that the amounts of the tagged proteins in the cells were 
much higher than those of endogenous FtsQ, but analysis of whole cell samples by SDS-PAGE/Western blotting 
revealed that the levels of the tagged proteins were similar to those of endogenous proteins (Fig. 5D). So, mild 
expression leads to integration of FtsQflag3 in the division complex, next to the presence of FtsQflag3 in complexes of 
lower molecular weight (but still quite sizeable), whereas GFP-FtsQ seems to associate into other large complexes 
that are separate from the 1 MDa complex. A potential failure of GFP-tagged FtsQ to assemble into a complex was 
supported by overexpression of GFP-FtsQ D237N in a wild type background—overexpression of FtsQ D237N was 
more effective at blocking growth than overexpression of GFP-FtsQ D237N (Fig. S5, supplemental text).
Discussion
Although the existence of the ‘divisome’ as a complex of many essential cell division proteins has been hypothe-
sized widely and for quite some time1–4, this study is the first to identify a multi-protein complex by native PAGE 
that contains at least seven essential division proteins in one, 1 MDa sized, band. This is notably different from 
other studies in which one to one protein interactions were identified by various techniques, generally using 
fusion-protein constructs. We think the 1 MDa complex represents a (sub)assembly of divisome proteins involved 
in cell division as the presence of the complex is dependent on active cell division (Fig. 2), and the complex can 
be disrupted by the expression of a FtsQ mutant that blocks division, as well as via depletion of FtsN (Fig. 3). In 
general, an impaired ability to interact or the absence of essential cell division proteins prevents formation of the 
1 MDa complex at an immature stage and/or destabilizes the complex at a more mature stage.
The 1 MDa divisome complex contains proteins that localize early as well as late to the division site12, and con-
tains cytosolic and integral inner membrane proteins. The 1 MDa band was only identifiable after immunodetection 
of various cell division proteins – and in some cases these needed to be resolved by SDS-PAGE before detection 
was possible (Fig. 4). A logical next step would be to analyse the native gel fragments by Mass Spectrometry. This 
was done but apart from FtsZ and ZipA no other cell division proteins were detected (Supplementary Table S1, 
S2, Supplementary file S1), most likely because of the low abundance of most division proteins, which, except for 
ZipA, were also never detected in other analyses of the E. coli membrane proteome43,44,52–55. Although most of 
the essential cell division proteins that have been identified thus far where found to be present in the complex, we 
cannot state that this complex contains all the proteins that are necessary for division. Also, we cannot make any 
conclusions about the stoichiometry of proteins in the complex. The molecular masses of the detected proteins are: 
FtsZ, 40.3 kDa; ZipA, 36.5 kDa; FtsK, 147 kDa; FtsQ, 31.4 kDa; FtsL, 13.6 kDa; FtsB, 11.6 kDa and FtsN, 35.8 kDa. 
Figure 5. Tagged versions of FtsQ assemble into different subcomplexes. Native Page of total cell fractions 
expressing FtsQflag3 and GFP-FtsQ sampled at mid-exponential growth phase (E) and early stationary growth 
phase (S), followed by in-gel fluorescence scanning for GFP (C) and followed by Western blotting and probing 
with α -FtsQ antibodies (A) or α -FLAG antibodies (B). (D) Protein expression control. The presence of FtsQ, 
FtsQflag3 and GFP-FtsQ was monitored in the cell samples from panels (A–C).
www.nature.com/scientificreports/
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In total, this makes 316.2 kDa – but with several proteins already known to multimerize a mass of 1 MDa can be 
imagined, however the presence of other proteins in this complex is also possible.
The 1 MDa division complex can only be observed under specific conditions: a population of actively dividing 
cells is required, and cell samples need to be minimally treated before clear native page. We find that membrane 
isolation methods such as sonication or French press followed by steps of (ultra)centrifugation disrupt the divisome 
complex, in contrast to careful solubilisation of cells. Some of the stronger subcomplexes (FtsQ/L/B, Fig. S2) can 
still be observed at lower molecular weight after native page of IMV preparations. Our finding of a SecY containing 
complex around 500 kDa (Fig. 2), which resembles the size of an activated Sec translocase42, also suggests that 
some interactions are lost upon membrane isolation. Thus, the divisome complex is formed by a loose assembly 
of proteins. This loose assembly might be due to the task of the divisome: after division, a quick disassembly is 
required to prevent another round of division, and untimely assembly of the divisome during the cell cycle should 
also be prevented.
These findings may have implications for in vitro reconstitution trials of the divisome. First, the environment in 
which the reconstituted divisome could form has to be taken into consideration; our data suggest that this environ-
ment should mimic the complete cellular envelope. Second, since we found no divisome complex in our stationary 
phase sample, conditions must be met that favor division; these conditions range from sufficient amounts of ATP, 
GTP, substrates for peptidoglycan-synthesis to proper membrane potential. Since cell division is a process that is 
directly or indirectly entangled with so many other cellular processes, in vitro reconstitution of the full division 
process is an enormous challenge and may require a setup that will closely resemble an in vivo system.
Finally, we would like to note the effect of protein tags on the presence of FtsQ in the divisome. A widely used 
N-terminal GFP-fusion to FtsQ, that is functional in complementation assays and that has been used to assess the 
effects of FtsQ mutations on localization of FtsQ itself and other proteins39, is predominantly present in other com-
plexes than the one at 1 MDa (Fig. 5). The GFP-fusion may induce protein clustering as described for oligomerizing 
proteins56, or it may hinder the interaction of non-essential cell division proteins with the complex, resulting in 
the formation of complexes at lower molecular masses than found with endogenous FtsQ. Also, a small 3xFLAG 
tag fused to the C-terminus of FtsQ, again resulting in a fully functional version of FtsQ, is present at 1 MDa but 
also in other complexes (Fig. 5). Nearly all studies on protein-protein interactions at the division site so far have 
been performed with tagged versions of these division proteins (often two proteins are tagged simultaneously), 
expressed from ectopic locations. Thus, care has to be taken to make sure that these proteins behave as the wild 
type proteins, as the extra complexes observed may be indicative of interactions with proteins that do not occur in 
a wild type situation. This resembles findings of Robichon et al. (J. Bact 2008)57 who noted that not all interactions 
found using the Bacterial Two Hybrid approach can be reproduced using other methods. Our identification of 
the 1 MDa native divisome complex and the methods described in this paper may serve as control experiments to 
further test the impact of tags on the assembly of cell division proteins into the divisome.
Materials and Methods
General. Bacterial strains and plasmids used are listed in Table 1.
Sample preparation and native page. Samples: Overnight cultures of E. coli MC 4100 were diluted to 
an optical density (600 nm, OD600) of 0.05 and grown in Lysogeny Broth Lennox (LB) with shaking at 37 °C until 
OD600 of 0.3–0.4 (mid exponential growth phase) or 3.5–4.0 (early stationary phase). Overnight cultures of E. coli 
MC 4100 carrying pBAD24 FtsQ wt or pBAD24 FtsQ-D237N were diluted to an OD600 of 0.05 and grown in LB 
containing respectively chloramphenicol (25 μ g/ml) or ampicillin (100 μ g/ml ) with shaking at 37 °C until OD600 
of 0.2. Then, the cells were diluted 1:1 in LB containing 0.4% (w/v) arabinose (final concentration 0.2%) to induce 
the extra ftsQ wt or ftsQ-D237N and cells were allowed to grow for 2 mass doublings until an OD600 of 0.4–0.5.
Overnight cultures of E. coli MC 4100 carrying pTHV trc GFP-FtsQ wt were diluted to OD600 0.05 and grown in 
LB containing ampicillin (100 μ g/ml ) with shaking at 37 °C until the optical density of 0.3–0.4 (mid-exponential) 
and 3.5–4.0 (early stationary phase) which allowed the expression of gfp-ftsQ without the presence of inducer 
(isopropyl-thiogalactopyranoside, IPTG) from a leaky trc promoter. ON cultures of E. coli CBR310 were diluted 
Strain or plasmid Relevant characteristics Source or reference
E. coli
MC-4100
F– araD139 ΔlacU169 relA1 
rpsL150 thi mot flb5301 deoC7 
ptsF25 rbsR
Laboratory collection
CR310 JOE309 ftsQE14::kan Δ(λattL-lom)::bla lacIq pCR45/pJC10 63







Table 1.  Relevant plasmids and bacterial strains used in this study.
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to an OD600 of 0.05 and grown in LB containing kanamycin (25 μ g/ml), chloramphenicol (10 μ g/ml), ampicillin 
(25 μ g/ml), 0.2% (w/v) L-arabinose and 0.1 mM IPTG with shaking at 37 °C until OD600 of 0.3–0.4 (mid expo-
nential phase) and 3.5–4.0 (early stationary phase) which allowed the expression of ftsQflag3 at endogenous levels.
Overnight cultures of E. coli JOE 565 were diluted 1:250 in Lysogeny Broth Lennox (LB) containing chloram-
phenicol (10 μ g/ml) and 0.02% arabinose or 0.02% glucose and grown with shaking at 37 °C until OD600 of 0.3–0.4 
(mid-exponential growth phase).
Cells were harvested by centrifugation in an Eppendorf 5424 tabletop centrifuge at max speed for 1.5 min at 
room temperature (RT); from this step on samples were cooled; either on ice or at 4 °C. Cell pellets were pro-
cessed immediately by resuspension of 1.5 optical density units (ODU’s) of cell material in 90 μ L ice cold resus-
pension buffer (750 mM aminocaproic acid; 50 mM Bis Tris; pH 7.0) containing lysozyme (2.5 mg/ml) to digest 
cell walls and put on ice for 15 minutes. After lysozyme treatment, 10 μ L of dodecyl-maltoside (DDM, 10% w/v) 
was added to the cell suspensions to solubilize cell membranes and the suspensions were put on ice for another 
15 minutes. Subsequently, the suspensions were centrifuged (tabletop; 1 minute; max speed) to remove debris and 
non-solubilized cell material and 90 μ L of supernatant was added to 10 μ L concentrated (10x) ponceau loading 
buffer (0.1% ponceau S V/V, 50% glycerol V/V) for clear native page (CN-PAGE). To monitor the solubilization 
procedure, protein- as well as DNA concentrations in prepared samples were measured with the nanodrop ND-1000 
photospectrometer at wavelengths of 280, 260 and 230 nanometer respectively. In exponential phase as well as 
stationary phase samples comparable protein- and DNA concentrations were measured of on average 2.5 μ g/μ l 
and 350.0 ng/μ l respectively. Thus, exponential phase cells solubilize to the same extent as stationary phase cells 
during the sample preparation as described above. Subsequently, the samples were loaded onto a native gel; in 
each slot, 25 μ g of protein was loaded. Alongside the samples, a Native MarkTM unstained protein standard (Novex, 
Life Technologies) was loaded. Native gels were casted in Biorad mini protean cell systems (0.75 mm thick) as 
described58, with the exception that the separation layer of the native gels contained 10% duracrylamide (w/v) 
throughout. CN-PAGE was performed as described58 with electrophoresis at 80 V for 1 hour and 150 V for 4 hours 
at 4 °C. After electrophoresis, gels were either stained with coomassie brilliant blue (R-250, CBBr), scanned for 
fluorescence or processed for Western blotting.
Western blotting and Fluorescence scanning of native gels. Native gels were scanned with a Typhoon 
Trio (GE Healthcare) scanner in fluorescence acquisition mode; excitation: 488 nm, emission: 526 nm.
Western blotting was done as follows: first, the native gels are pretreated by immersion in a solution containing 
1% (w/v) dithiothreitol (DTT) and 2% (w/v) sodium-dodecylsulfate (SDS) at RT for 15 minutes. The treatment 
breaks the in-gel protein complexes and facilitates the transfer of proteins from the gel to the PVDF-membrane, 
which was subsequently done by semi-dry Western blotting. The blots were probed with antibodies against a series 
of cell division proteins α -FtsQ, α -FtsK, α -FtsN (kind gifts from the De Gier, Weiss, Beckwith, Vicente and Den 
Blaauwen labs), α -FLAG (Sigma-Aldrich) and control proteins (α -SecY, α -Foc: own collection). Subsequently, 
immunodetection was done using alkaline phosphatase conjugated anti-rabbit IgG, F(ab’)2fragment (Sigma) and 
CDP-star (Roche). Chemiluminescence was detected using a Fuji LAS-4000 imager. Whole cell samples from the 
same material were run on SDS-PAGE gels, Western blotted, and probed to compare total protein levels in the 
cell samples. In the case of FtsQ wt and FtsQ D237N overexpression, the relative quantity of the probed proteins 
(thickness of bands) was analyzed with FIJI59.
Two dimensional protein electrophoresis of the cell division protein complex. Bands from a CBBr 
stained native gel that could correspond to the observed 1 MDa complex were cut from the native gel, transferred 
to a solution containing 1% DTT (w/v) and 2% SDS (w/v) at room temperature fot 15 minutes, followed by immer-
sion into a solution containing 2% SDS (w/v) and 260 mM iodoacetamide60,61. After this treatment, the pieces of 
gel were pasted into the slots of a 10% SDS-duracrylamide (w/v) gel that were cast in Biorad mini protean cell 
systems (1.0 mm thick). The gel fragments were sealed in the slots with a preheated solution containing 1% (w/v) 
low gelling agarose and 0.5% SDS (w/v) as described45. For reference purposes, whole cell samples were prepared 
in SDS-Page sample buffer, heated at 90 °C for 5 minutes and subsequently pipetted onto and absorbed into small 
pieces of Whatman filter paper. These references were pasted into slots next to the pieces of native gel as well as a 
PagerulerTM prestained protein ladder (Thermo Scientific). After loading, the gel was kept at room temperature 
for 1 hour allowing the low gelling agarose/SDS solution to cool down and solidify. Then, protein electrophoresis 
was performed in two steps of 50 V for 1 h and 120 V for 3 h, followed by Western blotting. Initially, the blot was 
probed with α -FtsQ antibodies to identify which Coomassie stained band corresponded to the 1 MDa complex. 
Subsequently, other native gels were run with samples from mid exponential and early stationary phase and the 
identified divisome band was cut from the lane with the exponential phase cells and a fragment at identical height 
was cut from the lane containing the stationary phase sample. These bands were treated as described above and 
run on 10% SDS-duracrylamide gels, Western blotted and the blots were probed with antibodies against a series 
of cell division proteins: α -FtsB, α -FtsL, α -FtsQ, α -FtsK, α -FtsN, α -FtsZ, α -ZipA (kind gifts from the De Gier, 
Beckwith, Vicente and Den Blaauwen labs), as described above.
Mass spectrometry. Mass spectrometry for protein identification was essentially performed as described62. 
The supplementary file S1 containing the raw data of the experiment can be viewed with Scaffold proteome software 
(http://www.proteomesoftware.com/products/scaffold/).
Microscopy. Cells were fixed by incubation in a 2.8% formaldehyde (v/v)/0.04% glutaraldehyde (v/v) solu-
tion at room temperature (RT) for 60 min, at the same time that samples were taken for protein electrophoresis. 
After fixation, cells were washed twice in PBS and resuspended in 30 μ L of PBS before mounting on agarose pads 
for microscopy analysis. Cells were imaged using a Nikon Ti-E microscope (Nikon Instruments, Tokyo, Japan) 
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equipped with an Hamamatsu Ocra Flash 4.0 camera. Image analysis was performed using the software packages 
Fiji and the ObjectJ plugin (https://sils.fnwi.uva.nl/bcb/objectj/) and Adobe Photoshop (Adobe Systems Inc., San 
Jose, CA, USA).
References
1. Goehring, N. W. & Beckwith, J. Diverse paths to midcell: assembly of the bacterial cell division machinery. Curr. Biol. 15, R514–26 
(2005).
2. Nanninga, N. Cell division and peptidoglycan assembly in Escherichia coli. Mol. Microbiol. 5, 791–795 (1991).
3. den Blaauwen, T., de Pedro, M. A., Nguyen-Disteche, M. & Ayala, J. A. Morphogenesis of rod-shaped sacculi. FEMS Microbiol. Rev. 
32, 321–344 (2008).
4. Adams, D. W. & Errington, J. Bacterial cell division: assembly, maintenance and disassembly of the Z ring. Nat. Rev. Microbiol. 7, 
642–653 (2009).
5. Margolin, W. FtsZ and the division of prokaryotic cells and organelles. Nat. Rev. Mol. Cell Biol. 6, 862–871 (2005).
6. Faguy, D. M. & Doolittle, W. F. Cytoskeletal proteins: the evolution of cell division. Curr. Biol. 8, R338–41 (1998).
7. Osteryoung, K. W. Organelle fission in eukaryotes. Curr. Opin. Microbiol. 4, 639–646 (2001).
8. van den Ent, F., Amos, L. & Lowe, J. Bacterial ancestry of actin and tubulin. Curr. Opin. Microbiol. 4, 634–638 (2001).
9. Miyagishima, S. Y. et al. Two types of FtsZ proteins in mitochondria and red-lineage chloroplasts: the duplication of FtsZ is implicated 
in endosymbiosis. J. Mol. Evol. 58, 291–303 (2004).
10. Errington, J., Daniel, R. A. & Scheffers, D. J. Cytokinesis in bacteria. Microbiol. Mol. Biol. Rev. 67, 52–65 table of contents (2003).
11. Goehring, N. W., Gonzalez, M. D. & Beckwith, J. Premature targeting of cell division proteins to midcell reveals hierarchies of protein 
interactions involved in divisome assembly. Mol. Microbiol. 61, 33–45 (2006).
12. Aarsman, M. E. et al. Maturation of the Escherichia coli divisome occurs in two steps. Mol. Microbiol. 55, 1631–1645 (2005).
13. Pichoff, S. & Lutkenhaus, J. Unique and overlapping roles for ZipA and FtsA in septal ring assembly in Escherichia coli. EMBO J. 21, 
685–693 (2002).
14. Li, Z., Trimble, M. J., Brun, Y. V. & Jensen, G. J. The structure of FtsZ filaments in vivo suggests a force-generating role in cell division. 
EMBO J. 26, 4694–4708 (2007).
15. Erickson, H. P. The FtsZ protofilament and attachment of ZipA—structural constraints on the FtsZ power stroke. Curr. Opin. Cell 
Biol. 13, 55–60 (2001).
16. Erickson, H. P. FtsZ, a tubulin homologue in prokaryote cell division. Trends Cell Biol. 7, 362–367 (1997).
17. Szwedziak, P., Wang, Q., Freund, S. M. & Lowe, J. FtsA forms actin-like protofilaments. EMBO J. 31, 2249–2260 (2012).
18. Addinall, S. G. & Lutkenhaus, J. FtsZ-spirals and -arcs determine the shape of the invaginating septa in some mutants of Escherichia 
coli. Mol. Microbiol. 22, 231–237 (1996).
19. Lutkenhaus, J. Assembly dynamics of the bacterial MinCDE system and spatial regulation of the Z ring. Annu. Rev. Biochem. 76, 
539–562 (2007).
20. Bramkamp, M. & Van Baarle, S. Division site selection in rod-shaped bacteria. Curr. Opin. Microbiol. 12, 683–688 (2009).
21. Bernhardt, T. G. & De Boer, P. A. SlmA, a nucleoid-associated, FtsZ binding protein required for blocking septal ring assembly over 
Chromosomes in Escherichia coli. Mol. Cell 18, 555–564 (2005).
22. Hill, N. S., Buske, P. J., Shi, Y. & Levin, P. A. A moonlighting enzyme links Escherichia coli cell size with central metabolism. PLoS 
Genet. 9, e1003663 (2013).
23. Shiomi, D. & Margolin, W. Dimerization or oligomerization of the actin-like FtsA protein enhances the integrity of the cytokinetic 
Z ring. Mol. Microbiol. 66, 1396–1415 (2007).
24. Pichoff, S. & Lutkenhaus, J. Tethering the Z ring to the membrane through a conserved membrane targeting sequence in FtsA. Mol. 
Microbiol. 55, 1722–1734 (2005).
25. Skoog, K. & Daley, D. O. The Escherichia coli cell division protein ZipA forms homodimers prior to association with FtsZ. Biochemistry 
51, 1407–1415 (2012).
26. Rico, A. I., Krupka, M. & Vicente, M. In the beginning, Escherichia coli assembled the proto-ring: an initial phase of division. J. Biol. 
Chem. 288, 20830–20836 (2013).
27. Den Blaauwen, T., Buddelmeijer, N., Aarsman, M. E., Hameete, C. M. & Nanninga, N. Timing of FtsZ assembly in Escherichia coli. 
J. Bacteriol. 181, 5167–5175 (1999).
28. Bigot, S. & Marians, K. J. DNA chirality-dependent stimulation of topoisomerase IV activity by the C-terminal AAA+ domain of 
FtsK. Nucleic Acids Res. 38, 3031–3040 (2010).
29. Dubarry, N., Possoz, C. & Barre, F. X. Multiple regions along the Escherichia coli FtsK protein are implicated in cell division. Mol. 
Microbiol. 78, 1088–1100 (2010).
30. Grainge, I. FtsK—a bacterial cell division checkpoint? Mol. Microbiol. 78, 1055–1057 (2010).
31. Di Lallo, G., Fagioli, M., Barionovi, D., Ghelardini, P. & Paolozzi, L. Use of a two-hybrid assay to study the assembly of a complex 
multicomponent protein machinery: bacterial septosome differentiation. Microbiology 149, 3353–3359 (2003).
32. Karimova, G., Dautin, N. & Ladant, D. Interaction network among Escherichia coli membrane proteins involved in cell division as 
revealed by bacterial two-hybrid analysis. J. Bacteriol. 187, 2233–2243 (2005).
33. Alexeeva, S., Gadella, T. W., Jr., Verheul, J., Verhoeven, G. S. & Den Blaauwen, T. Direct interactions of early and late assembling 
division proteins in Escherichia coli cells resolved by FRET. Mol. Microbiol. 77, 384–398 (2010).
34. Pazos, M., Natale, P., Margolin, W. & Vicente, M. Interactions among the early Escherichia coli divisome proteins revealed by 
bimolecular fluorescence complementation. Environ. Microbiol. 15, 3282–3291 (2013).
35. Buddelmeijer, N. & Beckwith, J. A complex of the Escherichia coli cell division proteins FtsL, FtsB and FtsQ forms independently of 
its localization to the septal region. Mol. Microbiol. 52, 1315–1327 (2004).
36. Muller, P. et al. The essential cell division protein FtsN interacts with the murein (peptidoglycan) synthase PBP1B in Escherichia coli. 
J. Biol. Chem. 282, 36394–36402 (2007).
37. Fraipont, C. et al. The integral membrane FtsW protein and peptidoglycan synthase PBP3 form a subcomplex in Escherichia coli. 
Microbiology 157, 251–259 (2011).
38. Grenga, L., Rizzo, A., Paolozzi, L. & Ghelardini, P. Essential and non-essential interactions in interactome networks: the Escherichia 
coli division proteins FtsQ-FtsN interaction. Environ. Microbiol. 15, 3210–3217 (2013).
39. van den Ent, F. et al. Structural and mutational analysis of the cell division protein FtsQ. Mol. Microbiol. 68, 110–123 (2008).
40. Weart, R. B. & Levin, P. A. Growth rate-dependent regulation of medial FtsZ ring formation. J. Bacteriol. 185, 2826–2834 (2003).
41. Siegele, D. A. & Kolter, R. Life after log. J. Bacteriol. 174, 345–348 (1992).
42. Boy, D. & Koch, H. G. Visualization of distinct entities of the SecYEG translocon during translocation and integration of bacterial 
proteins. Mol. Biol. Cell 20, 1804–1815 (2009).
43. Stenberg, F. et al. Protein complexes of the Escherichia coli cell envelope. J. Biol. Chem. 280, 34409–34419 (2005).
44. Schlegel, S., Klepsch, M., Wickstrom, D., Wagner, S. & de Gier, J. W. Comparative analysis of cytoplasmic membrane proteomes of 
Escherichia coli using 2D blue native/SDS-PAGE. Methods Mol. Biol. 619, 257–269 (2010).
45. Klepsch, M. et al. Immobilization of the first dimension in 2D blue native/SDS-PAGE allows the relative quantification of membrane 
proteomes. Methods 46, 48–53 (2008).
www.nature.com/scientificreports/
1 0Scientific RepoRts | 5:18190 | DOI: 10.1038/srep18190
46. Chen, J. C. & Beckwith, J. FtsQ, FtsL and FtsI require FtsK, but not FtsN, for co-localization with FtsZ during Escherichia coli cell 
division. Mol. Microbiol. 42, 395–413 (2001).
47. Goehring, N. W., Robichon, C. & Beckwith, J. Role for the nonessential N terminus of FtsN in divisome assembly. J. Bacteriol. 189, 
646–649 (2007).
48. Rico, A. I., Garcia-Ovalle, M., Palacios, P., Casanova, M. & Vicente, M. Role of Escherichia coli FtsN protein in the assembly and 
stability of the cell division ring. Mol. Microbiol. 76, 760–771 (2010).
49. Carson, M. J., Barondess, J. & Beckwith, J. The FtsQ protein of Escherichia coli: membrane topology, abundance, and cell division 
phenotypes due to overproduction and insertion mutations. J. Bacteriol. 173, 2187–2195 (1991).
50. Taschner, P. E., Huls, P. G., Pas, E. & Woldringh, C. L. Division behavior and shape changes in isogenic ftsZ, ftsQ, ftsA, pbpB, and ftsE 
cell division mutants of Escherichia coli during temperature shift experiments. J. Bacteriol. 170, 1533–1540 (1988).
51. Weiss, D. S., Chen, J. C., Ghigo, J. M., Boyd, D. & Beckwith, J. Localization of FtsI (PBP3) to the septal ring requires its membrane 
anchor, the Z ring, FtsA, FtsQ, and FtsL. J. Bacteriol. 181, 508–520 (1999).
52. Pan, J. Y. et al. Complexome of Escherichia coli envelope proteins under normal physiological conditions. J. Proteome Res. 9, 3730–3740 
(2010).
53. Lasserre, J. P. et al. A complexomic study of Escherichia coli using two-dimensional blue native/SDS polyacrylamide gel electrophoresis. 
Electrophoresis 27, 3306–3321 (2006).
54. Martorana, A. M. et al. Dissecting Escherichia coli outer membrane biogenesis using differential proteomics. PLoS One 9, e100941 
(2014).
55. Maddalo, G. et al. Systematic analysis of native membrane protein complexes in Escherichia coli. J. Proteome Res. 10, 1848–1859 
(2011).
56. von Stetten, D., Noirclerc-Savoye, M., Goedhart, J., Gadella, T. W., Jr. & Royant, A. Structure of a fluorescent protein from Aequorea 
victoria bearing the obligate-monomer mutation A206K. Acta Crystallogr. Sect. F. Struct. Biol. Cryst. Commun. 68, 878–882 (2012).
57. Robichon, C., King, G. F., Goehring, N. W. & Beckwith, J. Artificial septal targeting of Bacillus subtilis cell division proteins in 
Escherichia coli: an interspecies approach to the study of protein-protein interactions in multiprotein complexes. J. Bacteriol. 190, 
6048–6059 (2008).
58. Wittig, I., Karas, M. & Schagger, H. High resolution clear native electrophoresis for in-gel functional assays and fluorescence studies 
of membrane protein complexes. Mol. Cell. Proteomics 6, 1215–1225 (2007).
59. Schindelin, J. et al. Fiji: an open-source platform for biological-image analysis. Nat. Methods 9, 676–682 (2012).
60. Jeno, P., Mini, T., Moes, S., Hintermann, E. & Horst, M. Internal sequences from proteins digested in polyacrylamide gels. Anal. 
Biochem. 224, 75–82 (1995).
61. Rosenfeld, J., Capdevielle, J., Guillemot, J. C. & Ferrara, P. In-gel digestion of proteins for internal sequence analysis after one- or 
two-dimensional gel electrophoresis. Anal. Biochem. 203, 173–179 (1992).
62. Drop, B. et al. Photosystem I of Chlamydomonas reinhardtii contains nine light-harvesting complexes (Lhca) located on one side of 
the core. J. Biol. Chem. 286, 44878–44887 (2011).
63. Scheffers, D. J. et al. Contribution of the FtsQ transmembrane segment to localization to the cell division site. J. Bacteriol. 189, 
7273–7280 (2007).
Acknowledgements
We would like to thank Tanneke den Blaauwen (University of Amsterdam, NL), Miguel Vicente (Centro Nacional 
de Biotecnología – CSIC, Madrid, Spain), Jon Beckwith (Harvard Medical School, Cambridge, USA), Jan-Willem 
de Gier (University of Stockholm, Sweden) and Martine Nguyen-Distèche (Université de Liège, Belgium) for 
the kind gifts of antibodies and strains. We thank Fabrizia Fusetti and Alicja Filipowicz-Szymanska (University 
of Groningen) for help with the Mass Spectrometry analysis. We are extremely grateful to Jan-Willem de Gier 
and Samuel Wagner (Universitätsklinikum Tübingen, Germany) for their help in setting up the Native Page 
experiments. This work was supported by a VIDI grant from the Netherlands Organisation for Scientific Research 
and an EMBO short term fellowship (both to DJS).
Author Contributions
E.N.T. and D.J.S. designed and performed the research, analyzed the data, prepared the figures and wrote the 
manuscript.
Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Trip, E. N. and Scheffers, D.-J. A 1 MDa protein complex containing critical 
components of the Escherichia coli divisome. Sci. Rep. 5, 18190; doi: 10.1038/srep18190 (2015).
This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 
unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
